Uropathogenic Escherichia coli (UPEC) strains are responsible for most cases of urinary tract infections worldwide. We present the draft whole-genome sequence of the UPEC 252 strain, which carries the eae gene that encodes the intimin adhesin. Intimin promotes intimate adherence of enteropathogenic E. coli and enterohemorrhagic E. coli to intestinal cells.
U rinary tract infection (UTI) is considered one of the most frequent infections affecting the community and hospitalized individuals worldwide (1) . The main causative agent of UTI is uropathogenic Escherichia coli (UPEC), which represents about 75 to 90% of cases (1) (2) (3) .
This announcement aims to describe a draft whole-genome sequence of UPEC 252, isolated in 1999 from a 1-month-old female patient with a UTI who was admitted to Hospital São Paulo, a public hospital in São Paulo, Brazil. The UPEC 252 strain was originally characterized as a carrier of the eae gene (4), which encodes intimin, the main adhesin involved in the ability of enteropathogenic E. coli (EPEC) and enterohemorrhagic E. coli (EHEC) to promote attaching and effacing (AE) lesions in epithelial cells (5) .
UPEC 252 was stored in lysogeny broth (LB) plus 15% glycerol and kept at -80°C. One isolated colony obtained on MacConkey agar was cultured overnight in LB at 37°C, and DNA extraction was performed using the Wizard genomic DNA purification kit (Promega USA), following the manufacturer's recommendations. Genomic DNA was fragmented by tagmentation using the Nextera XT DNA library preparation kit, according to the manufacturer's instructions, yielding fragments with an average size of 1 kb. A genomic library was prepared using the HiSeq rapid SBS v2 library kit (Illumina USA), which was subsequently sequenced on the Illumina HiSeq 1500 platform using the 2 ϫ 250-bp protocol. The total number of reads sequenced was 5,267,541, which was reduced to 4,876,002 reads (92.5%) after the removal of low-quality bases (regions with a mean quality score below 25 were discarded), small reads (shorter than 40 bases), and Illumina adaptors using the software Trimmomatic (6) . The data that originated from the Illumina readings were assembled using SPAdes version 3.12.0 (7), annotation was performed using Prokka version 1.13.3 (8) , and the genome assembly metric was calculated using QUAST. All software programs were used with the default settings.
The genome of UPEC 252 presented a total size of 4,802,947 bp (GC content, 50.46%) distributed in 151 contigs, the largest being 322,751 bp. Further, the N 50 and N 75 values were 187,460 and 87,691 bp, respectively, while the L 50 and L 75 values were 10 and 20 contigs, respectively. The annotation showed that UPEC 252 has 1 transfer-messenger RNA (tmRNA) gene, 83 tRNA genes, 8 rRNA genes, and 4,520 coding sequences (CDS).
The contigs were submitted to the VirulenceFinder software (version 2.0), Center for Genomic Epidemiology (9), to identify the genes belonging to the pathogenicity island of approximately 35 kb called the locus of enterocyte effacement (LEE). The LEE includes the eae gene, which is required for AE lesion formation, suggesting that UPEC 252 has hybrid potential, containing virulence genes associated with the establishment of diarrhea and urinary tract infections.
We expect that knowledge of the UPEC 252 genome will contribute to the support of future studies on the true virulence potential of hybrid pathogenic E. coli strains.
Data availability. The reads used for assembly of the UPEC 252 genome were deposited in the Sequence Read Archive (SRA) at the NCBI under the accession number SRR9317828, and the whole-genome shotgun sequences were deposited in the GenBank database under the accession number VFST00000000. The versions described in this paper are the first versions.
